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>lM - Results ol the .Aiignmem ot 1 Nucieic AciU Sequences 



FyP ASv 

Site Search Contact ^avtcc i>r^r^-r Proteomics 

Home -TZ — vrrrrT" o vv loj-rKij i , 

Map ExPASv us tools 

m^ge ^^ — _ 

P i^: SIM - Results of the Alignment 

Click here to view these alignments graphically with the LALNVIEW program (mime-type 
chemical/x-aln2). 

Click here to download LALNVIEW (Unix, Mac and PC versions available). 
You can also have a look at a sample screen of LALNVIEW and access its documentation . 

li Results of SIM with: s:^ 

§ Sequence l:WUd( 1882 residues) C=>£^ ^cu^(^ - O "^O^ ~72 ^ 

' Sequence 2: A/C, (1594 residues) 

SI rrcy^ ¥o?7^ , ^ ^ ^ 

using the parameters: k ^ » n - ^ O 

Number of alignments computed: 20 ^ pj> <r ^ i^;^^ 

k?^ Cost of a matching aligned pair: 1 , 
lii Cost of a transition: -1 / ^/ '^i ; < ^ 

Cost of a transversion: -1 

Gap open penalty: 6 . 0 ^^a^^ /f .r- y 

Gap extension penalty: 0 . 2 M/ /?^ ^ ^^.^ 1-^^, r ^ 

Evaluate the significance of this protein sequence similarity score using PRSS at EMBnet-CH. 
new. 

99.2% identity in 1461 residues overlap; Score: 1437.0; Gap frequency: 0,0% 

Wild 291 ATGGCTTGCAAATCACCTGCTGGTGCTCCATTCGAGTACAGAATTGCCGACATCAACCTC 

A/C, 71 ATGGCTTGCAAATCACCTACTGGTGCTCCATTCGAGTACAGAATTGCCGACATCAACCTC SEQ ID NO.l 

it-^ic^-k-k-k-k-k-k-k-k-k-k^-k-k-k ^'kk*****ifk'kk--k-k'k*-k'k-k-k'k-k*'k'k-k-k*k**'k-k-kk-k**'k-k-k 

Wild 351 CATGTTCTCGGCCGTAAGGAACTTACCCTTGCTGAGAAGGAAATGCCAGGTCTTATG-GTT 

A/ C , 131 CATGTTCTCGGCCGTAAGGAACTTACCCTTGCTGAGAAGGAAATGCCAGGTCTTATGGTT 

Wild 411 CTTCGTGAGCGTTATTCCGCTTCTAAGCCATTGAAGGGTGTCAGAATCTCTGGTTCCCTC 
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^ i>iM - Results ot the Aiigmneat oi 2 Nuckic AoiJ Sequences 



a tip:., wvwv.expasvcii cui-otii siiii.pi. huUl 



A/C, 



191 CTTCGTGAGCGTTATTCCGCTTCTi\AGCCATTGAAGGGTGTCAGAATCTCTGGTTCCCTC 



vTiid 
A/C, 



471 CACATGACAGTCCAGACAGCGGTCCTTATTGAGACACTCACAGCTCTTGGTGCTGATGTC 
251 CACATGACAGTCCAGACAGCCGTCCTCATCGAGACACTCACAGCTCTTGGTGCTGATGTC 



Wild 
A/C, 



531 AGATGGGCTTCCTGCAACATCTTCTCTACACAAGATACAGCCGCTGCTGCTATCGTTGTC 
311 AGATGGGCTTCCTGCAACATCTTCTCTACACAAGATACAGCCGCTGCTGCTATCGTTGTC 



Wild 
A/C, 



591 GGCCCAACAGGCACACCAGAGAAGCCAGCCGGTATCCCAGTCTTCGCCTGGAAGGGCGAA 
371 GGCCCAACAGGCACACCAGAGAAGCCAGCCGGTATCCCAGTCTTCGCCTGGAAGGGCGAA 



Wild 
A/C, 



65 1 ACACTCCCAGAATACTGGGAGAACACATACCGCGCTCTCACATGGCCAGATGGTCAAGGC 
431 ACACTCCCAGAATACTGGGAGAACACATACCGCGCTCTCACATGGCCAGATGGTCAAGGC 

^^^^^^^T^-****-^ir************^* ************* 



Wild 
A/C, 



711 CCACAGCAGGTTGTCGATGATGGTGGTGATGCTACACTCCTCATCTCCAAGGGCTTCGAA 
491 CCACAGCAGGTTGTCGATGATGGTGGTGATGCTACACTCCTCATCTCCAAGGGCTTCGAA 



Wild 
A/C, 



111 TTCGAAACAGCCGGTGCTGTCCCAGAGCCAACAGAAGCTGACAACCTCGAATACCGCTGC 
551 TTCGAAACAGCCGGTGCTGTTCCAGAGCCAACAGAAGCTGACAACCTCGAATACCGCTGC 

i^ifir*-kie-kiciei<r**if***-f^*** -A-it****************************** ******* 



Wild 

A/C, 



Wild 
A/C, 



831 GTTCTTGCTACACTCAAGCAGGTCTTCAACCAAGACAAGAACCACTGGCACACAGTTGCT 
611 GTTCTTGCTACACTCAAGCAGGTCTTCAACCAAGACAAGAACCACTGGCACACAGTTGCT 
-i^^^^^^^t***************-^************************************* 

891 GCCGGCATGAACGGTGTTTCCGAAGAGACAACAACAGGTGTCCACCGCCTCTACCAGCTC 
671 GCCGGCATGAACGGTGTTTCCGAAGAGACAACAACAGGTGTCCACCGCCTCTACCAGCTC 

★★•^r****** ******************** 



Wild 
A/C, 



951 GAGAAGGAGGGCAAACTCCTCTTCCCAGCCATCAACGTCAACGACGCTGTTACAAAGTCC 
7 31 GAGAAGGAGGGCAAACTCCTCTTCCCAGCCATCAACGTCAACGACGCTGTTACAAAGTCC 
^^^^^*+**^********^***************************************** 



Wild 
A/C, 



1011 AAGTTCGATAACATCTACGGCTGTCGCCACTCCCTTATCGATGGTATCAACCGTGCTTCC 
791 AAGTTCGATAACATCTACGGCTGCCGCCACTCCCTTATCGATGGTATCAACCGTGCTTCC 
^^^^^ + ^****.************ ************************************ 



Wild 
A/C, 



1071 GATGTCATGATCGGCGGCAAGACAGCTCTCGTCATGGGTTACGGCGATGTCGGGAAGGGC 
8 51 GATGTCATGATCGGCGGCAAGACAGCTCTCGTCATGGGTTACGGCGATGTCGGCAAGGGC 
*************************************** ************** ****** 



Wild 
A/C, 



1131 TGCGCTCAATCCCTCCGTGGCCAAGGCGCTCGCGTTATCATCACAGAAGTCGACCCTATC 
911 TGCGCTCAATCCCTCCGTGGCCAAGGCGCTCGCGTTATCATCACAGAAGTCGACCCAATC 

^^^^^^r^****.************** ******************************* *** 



Wild 
A/C, 



1191 TGCGCTCTCCAGGCTGTCATGGAAGGCTACCAGGTCCGCCGCATCGAGGAAGTCGTCAAG 
971 TGCGCTCTCCAGGCTGCCATGGAAGGCTACCAGGTCCGCCGCATCGAGGAAGTCGTCAAG 
**************** ******************************************* 



Wild 

A/C, 



1251 GATGTCGATATCTTCGTTACATGCACAGGAAACTGCGATATCATCTCTGTTGACATGATG 
1031 GATGTCGATATCTTCGTTACATGCACAGGAAACTGCGATATCATCTCTGTTGACATGATG 
************************************************************ 



Wild 
A/C, 



1311 GCCCAGATGAAGGATAAGGCTATTGTCGGTAACATCGGCCACTTCGATAACGAAATTGAT 
1091 GCCCAGATGAAGGATAAGGCTATTGTCGGTAACATCGGCCACTTCGATAACGAAATTGAT 
^^^*^^***** ******* ****************************************** 



Wild 



1371 ACAGATGGCCTCATGAAATACCCAGGCATCAAGCACATCCCAATCAAGCCAGAATACGAC 
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A/C, 



1151 ACAGATGGCu rCATGAAATACCCAGGCATCAAGCACATCCCAATCAAGCCAGAATACGAC 

--^^-^X-TTTC************************************ ************* 



Wild 
A/C, 



1431 ATGTGGGAATTCCCAGATGGCCACGCTATCCTCCTTCTTGCTGAGGGCCGCCTTCTTAAC 
1211 ATGTGGGAATTCCCAGATGGCCACGCTATCCTCCTTCTTGCTGAGGGCCGCCTTCTTAAC 



Wild 



1491 CTTGGTTGCGCTACAGGTCACCCATCTTTCGTTATGTCAATGTCATTCACAAACCAGACA 
1271 CTTGGCTGCGCTACAGGTCACCCATCTTTCGTTATGTCAATGTCATTCACAAACCAGACA 
+ ************ *************** 



Wild 
A/C, 



1551 CTCGCTCAGCTCGACCTCTACGAAAAGAGAGGAAATCTCGAGATGAAGGTTTACACACTT 
1331 CTCGCTCAGCTCGACCTCTACGAAAAGAGAGGAAATCTCGAGAAGAAGGTTTACACACTT 
^^t^^^* + ^********** ************************* **************** 



Wild 
A/C, 



1611 CCGAAGCATCTCGATGAAGAAGTCGTTCGCCTCCACCTCGGATCTCTCGATGTCCACCTT 
1391 CCGAAGCATCTCGATGAAGAAGTCGCTCGCCTCCACCTCGGATCTCTCGATGTCCACCTT 

*************** ********************************** 



Wild 
A/C, 



1671 ACAAAGCTTACACAGAAGCAGGCTGACTACATCAACGTTCCAGTTGAGGGTCCTTACAAG 
1451 ACAAAGCTTACACAGAAGCAGGCTGACTACATCAACGTTCCAGTTGAGGGTCCTTACAAG 
^^^^^ ********************************************** ********* 



Wild 
A/C, 



1731 TCTGATGCTTACCGTTATTAA 
1511 TCTGATGCTTACCGTTATTAA 
********************* 



65.9% identity in 44 residues overlap; Score: 14.0; Gap frequency: 0.0% 



Wild 
4S A/C, 



782 CGGTGCTGTCCCAGAGCCAACAGAAGCTGACAACCTCGAATACC 
682 CGGTGTTTCCGAAGAGACAACAACAGGTGTCCACCGCCTCTACC 
^**** * * **** ***** ** ** * *** * **** 



80.0% identity in 20 residues overlap; Score: 12.0; Gap frequency: 0.0% 



Wild 
A/C, 



1053 GGTATCAACCGTGCTTCCGA 
674 GGCATGAACGGTGTTTCCGA 
** *★ *** *** ****** 



87.5% identity in 16 residues overlap; Score: 12.0; Gap frequency: 0.0% 



Wild 
A/C, 



564 GATACAGCCGCTGCTG 
554 GAPACAGCCGGTGCTG 
** ******* ***** 



64.3% identity in 42 residues overlap; Score: 12.0; Gap frequency: 0.0% 



Wild 

A/Cr 



1224 GTCCGCCGCATCGAGGAAGTCGTCAAGGATGTCGATATCTTC 
710 GTCCACCGCCTCTACCAGCTCGAGAAGGAGGGCAAACTCCTC 
**** **** ** * * *** ***** * * * ** ** 



87.5% identity in 16 residues overlap; Score: 12.0; Gap frequency: 0.0% 



Wild 
A/C, 



774 GAAACAGCCGGTGCTG 
344 GATACAGCCGCTGCTG 
** ******* ***** 
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